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Sequence Listing 



<110> Eaton, Dan L. 

Filvarof f , Ellen 
Gerrit sen , Mary E. 
Goddard, Audrey 
Godowski, Paul J. 
Grimaldi, Christopher J. 
Gurney, Austin L. 
Wat an abe, Colin K. 
Wood, William I. 

<12 0> SECRETED AND TRANSMEMBRANE POLYPEPTIDES AND NUCLEIC 
ACIDS ENCODING THE SAME 

<130> P3230R1C1 

<140> 10063561 
<141> 2002-05-02 



<160> 170 

<210> 1 

<211> 1173 

<212> DNA 

<213> Homo sapiens 

<400> 1 

ggggcttcgg cgccagcggc cagcgctagt cggtctggta aggatttaca 50 

aaaggtgcag gtatgagcag gtctgaagac taacattttg tgaagttgta 100 

aaacagaaaa cctgttagaa atgtggtggt ttcagcaagg cctcagtttc 150 

cttccttcag cccttgtaat ttggacatct gctgctttca tattttcata 200 

cattactgca gtaacactcc accatataga cccggcttta ccttatatca 250 

gtgacactgg tacagtagct ccagaaaaat gcttatttgg ggcaatgcta 300 

aatattgcgg cagttttatg cattgctacc atttatgttc gttataagca 350 

agttcatgct ctgagtcctg aagagaacgt tatcatcaaa ttaaacaagg 400 

ctggccttgt acttggaata ctgagttgtt taggactttc tattgtggca 450 

aacttccaga aaacaaccct ttttgctgca catgtaagtg gagctgtgct 500 

tacctttggt atgggctcat tatatatgtt tgttcagacc atcctttcct 550 

accaaatgca gcccaaaatc catggcaaac aagtcttctg gatcagactg 600 

ttgttggtta tctggtgtgg agtaagtgca cttagcatgc tgacttgctc 650 

atcagttttg cacagtggca attttgggac tgatttagaa cagaaactcc 700 



attggaaccc cgaggacaaa ggttatgtgc ttcacatgat cactactgca 7 50 

gcagaatggt ctatgtcatt ttccttcttt ggttttttcc tgacttacat 800 

tcgtgatttt cagaaaattt ctttacgggt ggaagccaat ttacatggat 8 50 

taaccctcta tgacactgca ccttgcccta ttaacaatga acgaacacgg 900 

ctactttcca gagatatttg atgaaaggat aaaatatttc tgtaatgatt 950 

atgattctca gggattgggg aaaggttcac agaagttgct tattcttctc 1000 

tgaaattttc aaccacttaa tcaaggctga cagtaacact gatgaatgct 1050 

gataatcagg aaacatgaaa gaagccattt gatagattat tctaaaggat 1100 

atcatcaaga agactattaa aaacacctat gcctatactt ttttatctca 1150 

gaaaataaag tcaaaagact atg 117 3 

<210> 2 

<211> 266 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Trp Trp Phe Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu 
15 10 15 

Val lie Trp Thr Ser Ala Ala Phe lie Phe Ser Tyr lie Thr Ala 
20 25 30 

Val Thr Leu His His lie Asp Pro Ala Leu Pro Tyr lie Ser Asp 
35 40 45 

Thr Gly Thr Val Ala Pro Glu Lys Cys Leu Phe Gly Ala Met Leu 
50 55 60 

Asn lie Ala Ala Val Leu Cys lie Ala Thr lie Tyr Val Arg Tyr 

65 70 75 

Lys Gin Val His Ala Leu Ser Pro Glu Glu Asn Val lie lie Lys 
80 85 90 

Leu Asn Lys Ala Gly Leu Val Leu Gly lie Leu Ser Cys Leu Gly 
95 100 105 

Leu Ser lie Val Ala Asn Phe Gin Lys Thr Thr Leu Phe Ala Ala 
110 115 120 

His Val Ser Gly Ala Val Leu Thr Phe Gly Met Gly Ser Leu Tyr 
125 130 135 

Met Phe Val Gin Thr lie Leu Ser Tyr Gin Met Gin Pro Lys lie 
140 145 150 

His Gly Lys Gin Val Phe Trp lie Arg Leu Leu Leu Val lie Trp 



155 160 165 

Cys Gly Val Ser Ala Leu Ser Met Leu Thr Cys Ser Ser Val Leu 
170 175 180 

His Ser Gly Asn Phe Gly Thr Asp Leu Glu Gin Lys Leu His Trp 
185 190 195 

Asn Pro Glu Asp Lys Gly Tyr Val Leu His Met lie Thr Thr Ala 
200 205 210 

Ala Glu Trp Ser Met Ser Phe Ser Phe Phe Gly Phe Phe Leu Thr 
215 220 225 

Tyr lie Arg Asp Phe Gin Lys lie Ser Leu Arg Val Glu Ala Asn 
230 235 240 

Leu His Gly Leu Thr Leu Tyr Asp Thr Ala Pro Cys Pro lie Asn 
245 250 255 

Asn Glu Arg Thr Arg Leu Leu Ser Arg Asp lie 
260 265 

<210> 3 

<211> 2037 

<212> DNA 

<213> Homo sapiens 

<400> 3 

cggacgcgtg ggcggacgcg tgggggagag ccgcagtccc ggctgcagca 50 

cctgggagaa ggcagaccgt gtgagggggc ctgtggcccc agcgtgctgt 100 

ggcctcgggg agtgggaagt ggaggcagga gccttcctta cacttcgcca 150 

tgagtttcct catcgactcc agcatcatga ttacctccca gatactattt 200 

tttggatttg ggtggctttt cttcatgcgc caattgttta aagactatga 250 

gatacgtcag tatgttgtac aggtgatctt ctccgtgacg tttgcatttt 300 

cttgcaccat gtttgagctc atcatctttg aaatcttagg agtattgaat 350 

agcagctccc gttattttca ctggaaaatg aacctgtgtg taattctgct 400 

gatcctggtt ttcatggtgc ctttttacat tggctatttt attgtgagca 450 

atatccgact actgcataaa caacgactgc ttttttcctg tctcttatgg 500 

ctgaccttta tgtatttctt ctggaaacta ggagatccct ttcccattct 550 

cagcccaaaa catgggatct tatccataga acagctcatc agccgggttg 600 

gtgtgattgg agtgactctc atggctcttc tttctggatt tggtgctgtc 650 

aactgcccat acacttacat gtcttacttc ctcaggaatg tgactgacac 700 



ggatattcta gccctggaac ggcgactgct gcaaaccatg gatatgatca 7 50 

taagcaaaaa gaaaaggatg gcaatggcac ggagaacaat gttccagaag 800 

ggggaagtgc ataacaaacc atcaggtttc tggggaatga taaaaagtgt 8 50 

taccacttca gcatcaggaa gtgaaaatct tactcttatt caacaggaag 900 

tggatgcttt ggaagaatta agcaggcagc tttttctgga aacagctgat 950 

ctatatgcta ccaaggagag aatagaatac tccaaaacct tcaaggggaa 100 0 

atattttaat tttcttggtt actttttctc tatttactgt gtttggaaaa 1050 

ttttcatggc taccatcaat attgtttttg atcgagttgg gaaaacggat 1100 

cctgtcacaa gaggcattga gatcactgtg aattatctgg gaatccaatt 1150 

tgatgtgaag ttttggtccc aacacatttc cttcattctt gttggaataa 1200 

tcatcgtcac atccatcaga ggattgctga tcactcttac caagttcttt 1250 

tatgccatct ctagcagtaa gtcctccaat gtcattgtcc tgctattagc 1300 

acagataatg ggcatgtact ttgtctcctc tgtgctgctg atccgaatga 1350 

gtatgccttt agaataccgc accataatca ctgaagtcct tggagaactg 1400 

cagttcaact tctatcaccg ttggtttgat gtgatcttcc tggtcagcgc 1450 

tctctctagc atactcttcc tctatttggc tcacaaacag gcaccagaga 1500 

agcaaatggc accttgaact taagcctact acagactgtt agaggccagt 1550 

ggtttcaaaa tttagatata agagggggga aaaatggaac cagggcctga 160 0 

cattttataa acaaacaaaa tgctatggta gcatttttca ccttcatagc 1650 

atactccttc cccgtcaggt gatactatga ccatgagtag catcagccag 1700 

aacatgagag ggagaactaa ctcaagacaa tactcagcag agagcatccc 1750 

gtgtggatat gaggctggtg tagaggcgga gaggagccaa gaaactaaag 180 0 

gtgaaaaata cactggaact ctggggcaag acatgtctat ggtagctgag 1850 

ccaaacacgt aggatttccg ttttaaggtt cacatggaaa aggttatagc 1900 

tttgccttga gattgactca ttaaaatcag agactgtaac aaaaaaaaaa 1950 

aaaaaaaaaa agggcggccg cgactctaga gtcgacctgc agaagcttgg 2 00 0 

ccgccatggc ccaacttgtt tattgcagct tataatg 2037 

<210> 4 
<211> 455 
<212> PRT 



<213> Homo sapiens 



<400> 4 

Met Ser Phe Leu lie Asp Ser Ser lie Met lie Thr Ser Gin lie 

15 10 15 

Leu Phe Phe Gly Phe Gly Trp Leu Phe Phe Met Arg Gin Leu Phe 

20 25 30 

Lys Asp Tyr Glu lie Arg Gin Tyr Val Val Gin Val lie Phe Ser 

35 40 45 

Val Thr Phe Ala Phe Ser Cys Thr Met Phe Glu Leu lie lie Phe 

50 55 60 

Glu lie Leu Gly Val Leu Asn Ser Ser Ser Arg Tyr Phe His Trp 

65 70 75 

Lys Met Asn Leu Cys Val lie Leu Leu lie Leu Val Phe Met Val 

80 85 90 

Pro Phe Tyr lie Gly Tyr Phe lie Val Ser Asn lie Arg Leu Leu 

95 100 105 

His Lys Gin Arg Leu Leu Phe Ser Cys Leu Leu Trp Leu Thr Phe 

110 115 120 

Met Tyr Phe Phe Trp Lys Leu Gly Asp Pro Phe Pro lie Leu Ser 

125 130 135 

Pro Lys His Gly lie Leu Ser lie Glu Gin Leu lie Ser Arg Val 

140 145 150 

Gly Val lie Gly Val Thr Leu Met Ala Leu Leu Ser Gly Phe Gly 

155 160 165 

Ala Val Asn Cys Pro Tyr Thr Tyr Met Ser Tyr Phe Leu Arg Asn 

170 175 180 

Val Thr Asp Thr Asp lie Leu Ala Leu Glu Arg Arg Leu Leu Gin 

185 190 195 

Thr Met Asp Met lie lie Ser Lys Lys Lys Arg Met Ala Met Ala 

200 205 210 

Arg Arg Thr Met Phe Gin Lys Gly Glu Val His Asn Lys Pro Ser 

215 220 225 

Gly Phe Trp Gly Met lie Lys Ser Val Thr Thr Ser Ala Ser Gly 

230 235 240 

Ser Glu Asn Leu Thr Leu lie Gin Gin Glu Val Asp Ala Leu Glu 

245 250 255 

Glu Leu Ser Arg Gin Leu Phe Leu Glu Thr Ala Asp Leu Tyr Ala 

260 265 270 



Thr Lys Glu Arg lie Glu Tyr Ser Lys Thr Phe Lys Gly Lys Tyr 
275 280 285 

Phe Asn Phe Leu Gly Tyr Phe Phe Ser lie Tyr Cys Val Trp Lys 
290 295 300 

lie Phe Met Ala Thr lie Asn lie Val Phe Asp Arg Val Gly Lys 
305 310 315 

Thr Asp Pro Val Thr Arg Gly lie Glu lie Thr Val Asn Tyr Leu 
320 325 330 

Gly lie Gin Phe Asp Val Lys Phe Trp Ser Gin His lie Ser Phe 
335 340 345 

lie Leu Val Gly lie lie lie Val Thr Ser lie Arg Gly Leu Leu 
350 355 360 

lie Thr Leu Thr Lys Phe Phe Tyr Ala lie Ser Ser Ser Lys Ser 
365 370 375 

Ser Asn Val lie Val Leu Leu Leu Ala Gin lie Met Gly Met Tyr 

380 385 390 

Phe Val Ser Ser Val Leu Leu lie Arg Met Ser Met Pro Leu Glu 
395 400 405 

Tyr Arg Thr lie lie Thr Glu Val Leu Gly Glu Leu Gin Phe Asn 
410 415 420 

Phe Tyr His Arg Trp Phe Asp Val lie Phe Leu Val Ser Ala Leu 
425 430 435 

Ser Ser lie Leu Phe Leu Tyr Leu Ala His Lys Gin Ala Pro Glu 
440 445 450 

Lys Gin Met Ala Pro 
455 

<210> 5 
<211> 2372 
<212> DNA 

<213> Homo sapiens 
<400> 5 

agcagggaaa tccggatgtc tcggttatga agtggagcag tgagtgtgag 50 
cctcaacata gttccagaac tctccatccg gactagttat tgagcatctg 100 
cctctcatat caccagtggc catctgaggt gtttccctgg ctctgaaggg 150 
gtaggcacga tggccaggtg cttcagcctg gtgttgcttc tcacttccat 200 
ctggaccacg aggctcctgg tccaaggctc tttgcgtgca gaagagcttt 250 
ccatccaggt gtcatgcaga attatgggga tcacccttgt gagcaaaaag 300 



gcgaaccagc agctgaattt cacagaagct aaggaggcct gtaggctgct 350 

gggactaagt ttggccggca aggaccaagt tgaaacagcc ttgaaagcta 400 

gctttgaaac ttgcagctat ggctgggttg gagatggatt cgtggtcatc 450 

tctaggatta gcccaaaccc caagtgtggg aaaaatgggg tgggtgtcct 500 

gatttggaag gttccagtga gccgacagtt tgcagcctat tgttacaact 550 

catctgatac ttggactaac tcgtgcattc cagaaattat caccaccaaa 600 

gatcccatat tcaacactca aactgcaaca caaacaacag aatttattgt 650 

cagtgacagt acctactcgg tggcatcccc ttactctaca atacctgccc 700 

ctactactac tcctcctgct ccagcttcca cttctattcc acggagaaaa 750 

aaattgattt gtgtcacaga agtttttatg gaaactagca ccatgtctac 800 

agaaactgaa ccatttgttg aaaataaagc agcattcaag aatgaagctg 8 50 

ctgggtttgg aggtgtcccc acggctctgc tagtgcttgc tctcctcttc 900 

tttggtgctg cagctggtct tggattttgc tatgtcaaaa ggtatgtgaa 950 

ggccttccct tttacaaaca agaatcagca gaaggaaatg atcgaaacca 1000 

aagtagtaaa ggaggagaag gccaatgata gcaaccctaa tgaggaatca 1050 

aagaaaactg ataaaaaccc agaagagtcc aagagtccaa gcaaaactac 110 0 

cgtgcgatgc ctggaagctg aagtttagat gagacagaaa tgaggagaca 1150 

cacctgaggc tggtttcttt catgctcctt accctgcccc agctggggaa 1200 

atcaaaaggg ccaaagaacc aaagaagaaa gtccaccctt ggttcctaac 1250 

tggaatcagc tcaggactgc cattggacta tggagtgcac caaagagaat 130 0 

gcccttctcc ttattgtaac cctgtctgga tcctatcctc ctacctccaa 1350 

agcttcccac ggcctttcta gcctggctat gtcctaataa tatcccactg 1400 

ggagaaagga gttttgcaaa gtgcaaggac ctaaaacatc tcatcagtat 1450 

ccagtggtaa aaaggcctcc tggctgtctg aggctaggtg ggttgaaagc 1500 

caaggagtca ctgagaccaa ggctttctct actgattccg cagctcagac 1550 

cctttcttca gctctgaaag agaaacacgt atcccacctg acatgtcctt 1600 

ctgagcccgg taagagcaaa agaatggcag aaaagtttag cccctgaaag 1650 

ccatggagat tctcataact tgagacctaa tctctgtaaa gctaaaataa 1700 

agaaatagaa caaggctgag gatacgacag tacactgtca gcagggactg 1750 



taaacacaga cagggtcaaa gtgttttctc tgaacacatt gagttggaat 180 0 

cactgtttag aacacacaca cttacttttt ctggtctcta ccactgctga 1850 

tattttctct aggaaatata cttttacaag taacaaaaat aaaaactctt 1900 

ataaatttct atttttatct gagttacaga aatgattact aaggaagatt 1950 

actcagtaat ttgtttaaaa agtaataaaa ttcaacaaac atttgctgaa 2000 

tagctactat atgtcaagtg ctgtgcaagg tattacactc tgtaattgaa 2050 

tattattcct caaaaaattg cacatagtag aacgctatct gggaagctat 210 0 

ttttttcagt tttgatattt ctagcttatc tacttccaaa ctaattttta 2150 

tttttgctga gactaatctt attcattttc tctaatatgg caaccattat 2200 

aaccttaatt tattattaac atacctaaga agtacattgt tacctctata 2250 

taccaaagca cattttaaaa gtgccattaa caaatgtatc actagccctc 2300 

ctttttccaa caagaaggga ctgagagatg cagaaatatt tgtgacaaaa 2350 

aattaaagca tttagaaaac tt 23 72 

<210> 6 

<211> 322 
<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Ala Arg Cys Phe Ser Leu Val Leu Leu Leu Thr Ser lie Trp 
15 10 15 

Thr Thr Arg Leu Leu Val Gin Gly Ser Leu Arg Ala Glu Glu Leu 
20 25 30 

Ser lie Gin Val Ser Cys Arg lie Met Gly lie Thr Leu Val Ser 
35 40 45 

Lys Lys Ala Asn Gin Gin Leu Asn Phe Thr Glu Ala Lys Glu Ala 
50 55 60 

Cys Arg Leu Leu Gly Leu Ser Leu Ala Gly Lys Asp Gin Val Glu 

65 70 75 

Thr Ala Leu Lys Ala Ser Phe Glu Thr Cys Ser Tyr Gly Trp Val 
80 85 90 

Gly Asp Gly Phe Val Val lie Ser Arg lie Ser Pro Asn Pro Lys 
95 100 105 

Cys Gly Lys Asn Gly Val Gly Val Leu lie Trp Lys Val Pro Val 
110 115 120 



Ser Arg Gin Phe Ala Ala Tyr Cys Tyr Asn Ser Ser Asp Thr Trp 
125 130 135 

Thr Asn Ser Cys lie Pro Glu lie lie Thr Thr Lys Asp Pro lie 
140 145 150 

Phe Asn Thr Gin Thr Ala Thr Gin Thr Thr Glu Phe lie Val Ser 
155 160 165 

Asp Ser Thr Tyr Ser Val Ala Ser Pro Tyr Ser Thr lie Pro Ala 
170 175 180 

Pro Thr Thr Thr Pro Pro Ala Pro Ala Ser Thr Ser lie Pro Arg 
185 190 195 

Arg Lys Lys Leu lie Cys Val Thr Glu Val Phe Met Glu Thr Ser 
200 205 210 

Thr Met Ser Thr Glu Thr Glu Pro Phe Val Glu Asn Lys Ala Ala 
215 220 225 

Phe Lys Asn Glu Ala Ala Gly Phe Gly Gly Val Pro Thr Ala Leu 

230 235 240 

Leu Val Leu Ala Leu Leu Phe Phe Gly Ala Ala Ala Gly Leu Gly 
245 250 255 

Phe Cys Tyr Val Lys Arg Tyr Val Lys Ala Phe Pro Phe Thr Asn 
260 265 270 

Lys Asn Gin Gin Lys Glu Met lie Glu Thr Lys Val Val Lys Glu 
275 280 285 

Glu Lys Ala Asn Asp Ser Asn Pro Asn Glu Glu Ser Lys Lys Thr 
290 295 300 

Asp Lys Asn Pro Glu Glu Ser Lys Ser Pro Ser Lys Thr Thr Val 
305 310 315 

Arg Cys Leu Glu Ala Glu Val 
320 

<210> 7 

<211> 2586 

<212> DNA 

<213> Homo sapiens 

<400> 7 

cgccgcgctc ccgcacccgc ggcccgccca ccgcgccgct cccgcatctg 50 
cacccgcagc ccggcggcct cccggcggga gcgagcagat ccagtccggc 100 
ccgcagcgca actcggtcca gtcggggcgg cggctgcggg cgcagagcgg 150 
agatgcagcg gcttggggcc accctgctgt gcctgctgct ggcggcggcg 200 
gtccccacgg cccccgcgcc cgctccgacg gcgacctcgg ctccagtcaa 250 



gcccggcccg 
tgtt ccgcga 
agcgcggtgg 
agaagtgaac 
cagacacgaa 
aagataacca 
cacatctgtg 
acgaggactg 
acctgccagc 
gtgctgtgga 
ccaggggcag 
gggctgtgct 
cctgcccgtg 



get ctcagct 
ggttgaggaa 
aagagatgga 
ctggcaaact 
ggttggaaat 
acaaccagac 
ggagacgaag 
tgggcccagc 
catgccgggg 
gaccagctgt 
caatgggacc 
gtgccttcca 
gagggcgagc 



acccgcagga 
ctgatggagg 
ggcagaagaa 
tacctcccag 
aataccat cc 
tggacaaatg 
aaggcagaag 
atgtactgcc 
ccagaggatg 
gtgtctgggg 
at ctgtgaca 
gagaggcctg 
tttgc 



ggaggccacc 
acacgcagca 
gctgctgcta 
ctatcacaat 
atgtgcaccg 
gtcttttcag 
gagccacgag 
agtttgccag 
ctctgcaccc 
t cactgcacc 
accagaggga 
ctgttccctg 



ctcaatgaga 300 

caaattgcgc 350 

aagcatcatc 400 

gagaccaaca 4 50 

agaaattcac 500 

agacagttat 550 

tgcatcatcg 600 

cttccagtac 650 

gggacagtga 7 00 

aaaatggcca 7 50 

ctgccagccg 800 

tgtgcacacc 850 



